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Table S3. Prevalence of the phylogenetic groups in the 197 canine E. coli isolates. 

Phylogenetic group Number of isolates (%) 

A 32 (16.2) 

B1 26 (13.2) 

B2 84 (42.6) 

C 10 (5.1) 

D 6 (3.0) 

E 14 (7.1) 

F 18 (9.1) 

Clade V 1 (0.5) 

Not typeable 6 (3.0) 

 
 

 

 

Table S4. Comparison of the distribution of the phylogenetic groups among the 197 

canine isolates according to the strain ExPEC and UPEC status. 

Phylogenetic 

group 

Number of isolates (%) P-value1 

ExPEC and/or UPEC  

(n= 91) 

non-ExPEC and non-

UPEC (n=106) 

A 2 (2.2) 30 (28.3) <0.00001 

B1 2 (2.2) 24 (22.6) 0.00001 

B2 78 (85.7) 6 (5.7) <0.00001 

C 0 10 (9.4) 0.00199 

D 1 (1.1) 5 (4.7)  

E 1 (1.1) 13 (12.3) 0.00371 

F 7 (7.7) 11 (10.4)  

Clade V 0 1 (0.9)  

Not typeable 0 6 (5.7) 0.03155 
1Two-tailed P values by Fisher´s exact probability test are shown where P < 0.05. 
  



Table S5. Comparison of the distribution of the phylogenetic groups among the 197 

canine isolates according to the strain multidrug resistant (MDR) status. 

Phylogenetic 

group 

Number of isolates (%) P-value1 

MDR 

(n= 28) 

non-MDR 

(n=169) 

A 4 (14.3) 28 (16.6)  

B1 8 (28.6) 18 (10.7) 0.01597 

B2 2 (7.1) 82 (48.5) 0.00004 

C 1 (3.6) 9 (5.3)  

D 5 (17.9) 1 (0.6) 0.00022 

E 5 (17.9) 9 (5.3) 0.03238 

F 3 (10.7) 15 (8.9)  

Clade V 0 1 (0.6)  

Not typeable 0 6 (3.6)  
1Two-tailed P values by Fisher´s exact probability test are shown where P < 0.05. 
 

 

 

 

Table S6. Comparison of the strain ExPEC and UPEC status among canine multidrug 

resistant (MDR) and non-MDR isolates.  

Status 

Number of isolates (%)  

P-value1 MDR 

(n= 28) 

non-MDR 

(n=169) 

ExPEC 8 (28.6) 66 (39.1)  

UPEC 4 (14.3) 78 (46.2) 0.00156 

ExPEC and/or 

UPEC 
8 (28.6) 83 (49.1)  

1Two-tailed P values by Fisher´s exact probability test are shown where P < 0.05. 

  



Table S7. New sequence types observed in 18 canine E. coli isolates. 

ST 

New 

Allele numbers 

adk fumC gyrB icd mdh purA recA 

1 10 11 4 666 560 8 2 

2 13 13 9 13 16 2126-like 9 

3 13 13 9 13 439 10 9 

4 88 103 19 18 23 44 26 

5 88 103 119-like 36 23 44 26 

6 6 11 4 8 235 8 2 

7 13 40 9 13 16 126 9 

8 13 363 302 97 23 94 93 

9 13 24 9 912 17 11 25 

10 36 24 10 912 17 10 25 

11 9 23 33 628 11 8 6 

12 13 40 459 912 23 28 109 

13 13 40 13 912 23 25 66 

14 21 35 27 6 286 5 4 

15 6 4 4 16 474 8 14 

16 6 4 5 18 11 319 6 

17 6 29 33 402 11 7 2 

18 63 30 3 628 43 350 6 
1Nucleotide sequence of gyrB 19-like, closest match: Escherichia coli Achtman MLST gyrB: 19 (1 difference found: 
49C→49T) 

GGTCTGCACGGCGTTGGTGTTTCGGTAGTAAACGCCCTGTCGCAAAAATTGGAGCTGGTTATCCAGCGCGAGGGTAAAATTCACCGTCAGATCTACGAACA

CGGTGTACCGCAGGCCCCGCTGGCGGTTACCGGCGAGACTGAAAAAACCGGCACTATGGTGCGTTTCTGGCCAAGCCTTGAAACCTTCACCAATGTGACCG

AGTTCGAATATGACATTCTGGCGAAACGTCTGCGTGAGTTGTCGTTCCTCAACTCCGGCGTTTCCATTCGTCTGCGCGACAAGCGCGACGGCAAAGAAGAC

CACTTCCACTATGAAGGCGGCATCAAGGCGTTCGTTGAATATCTGAACAAGAACAAAACGCCGATCCACCCGAATATCTTCTACTTCTCCACCGAAAAAGA

CGGTATTGGCGTCGAAGTGGCGTTGCAGTGGAACGATGGCTTCCAGGAAAACATCT 

2Nucleotide sequence of purA 126-like, closest match: Escherichia coli Achtman MLST purA: 126 (1 difference found: 118A 

→118G) 

ATAACGCGCGTGAGAAAGCGCGTGGCGCGAAAGCGATCGGCACCACCGGTCGAGGTATCGGGCCTGCTTATGAAGATAAAGTGGCACGTCGCGGTCTGCGT

GTTGGCGACCTTTTCGGCAAAGAAACCTTCGCTGAAAAACTGAAAGAAGTGATGGAATATCACAACTTCCAGTTGGTTAACTACTACAAAGCTGAAGCGGT

TGATTACCAGAAAGTTCTGGATGATACGATGGCTGTTGCCGACATCCTGACTTCTATGGTTGTTGACGTTTCTGATCTGCTCGACCAAGCGCGTCAGCGTG

GCGATTTCGTCATGTTTGAAGGTGCGCAGGGTACGCTGCTGGATATCGACCACGGCACTTATCCGTACGTAACTTCTTCCAACACTACTGCTGGTGGCGTG

GCGACCGGTTCCGGCCTGGGCCCGCGTTATGTTGATTACGTTTTGGGTATCCTCAAAGCTTACTCCACTCGTGT 

  



Figure S1. Comparison of contigs harbouring integrative conjugative elements (ICEs) from 22 

ST372 E. coli genomes. 

 

1The shadow parallelograms denote genetic regions that exhibit sequence homology among different 

segments. Light shadow denotes regions with a lower level of sequence identity (99%) by BLAST. The image 

was generated using EasyFig [59] (default parameters). 

 


